The SQUAD Method for the Qualitative Modeling of Regulatory Networks.
The wealth of molecular information provided by high-throughput technologies has enhanced the efforts dedicated to the reconstruction of regulatory networks in diverse biological systems. This information, however, has proven to be insufficient for the construction of quantitative models due to the absence of sufficiently accurate measurements of kinetic constants. As a result, there have been efforts to develop methodologies that permit the use of qualitative information about patterns of expression to infer the regulatory networks that generate such patterns. One of these approaches is the SQUAD method, which approximates a Boolean network with the use of a set of ordinary differential equations. The main benefit of the SQUAD method over purely Boolean approaches is the possibility of evaluating the effect of continuous external signals, which are pervasive in biological phenomena. A brief description and code on how to implement this method can be found at the following link: https://github.com/caramirezal/SQUADBookChapter .